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For Bayesian analysis, information on the choice of priors and Markov chain Monte Carlo settings
For hierarchical and complex designs, identification of the appropriate level for tests and full reporting of outcomes Estimates of effect sizes (e.g. Cohen's d, Pearson's r), indicating how they were calculated Our web collection on statistics for biologists contains articles on many of the points above.
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glutamicum were accessed from GeneBank (GeneBankID: BX927147.1). RNA-seq data for C. glutamicum were recovered from ENA (Project PRJEB4788). The authors declare that the data supporting the findings of this study are available within the paper and raw data file of all plots and gel images have been submitted with this paper. Data can also be obtained from the corresponding authors upon request.
Experiments were at least done in biological triplicates. Sample sizes for single cell experiments image analyses were always above n=200. For flow cytometry more than 10.000 single cells were counted. Sample sizes were chosen based on standards in the field.
We did not exclude datapoints. A Source Data file with all raw data is submitted along with this paper.
Number of experimental replications are indicated in the text for every experiment. We did not observe severe differences between experimental replicates. Covariates were controlled by using identical experimental conditions, buffers and solutions as well as identically treated samples. Identical phenotypes of strains were oberserved in independent experiments.
Samples were not randomized. Single cell data (images and flow cytometry) rely on large numbers.
We did not use blinding. This was unecessary since we rely on automated image analyses and statistical data evaluation.
!-mCherry antibody (BioVision Inc.), Catalog #: 5993, 10 µg of antibody were used per reaction for ChIP. !-mCherry antibody (BioVision Inc.), Catalog #: 5993 was used for western blot in 1:2000 dilution. Secondary antibody was an anti-Rabbit IgG (whole molecule)-Alkaline Phosphatase antibody produced in goat from Sigma (Catalog #A0418) used in 1:10.000 dilutions.
Specificity of antibodies was tested in western blots against cell lysate of strains expressing mCherry fusion proteins.
https://www.ncbi.nlm.nih.gov/sra/?term=prjna529385 Accession codes prjna529385 Final graphs are given in the manuscript and can be requested from the corresponding authors upon request. All raw data are given in the supplemental material file.
